The asymmetric unit of the title hydrated salt, C 4 H 11 N 2 + ÁC 7 H 6 NO 2 À ÁH 2 O, contains a piperazin-1-ium cation, a 4-aminobenzoate anion and a water molecule. One NH group of the piperazine ring is protonated and this ring adopts a chair conformation. The anion of this salt is generated by deprotonation of the OH group of the carboxylic acid substituent of 4-aminobenzoic acid. The benzene ring makes a dihedral angle of 2.6 (2) with the carboxylate substituent. The anion and the solvent water molecule are linked by an N-HÁ Á ÁO hydrogen bond. Additional N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen bonds connect adjacent anions through the water molecules, generating a two-dimensional network parallel to (100), forming R 3 3 (12) ring motifs. Adjacent cations are linked by N-HÁ Á ÁN hydrogen bonds into infinite chains along (001). These chains are linked to the two-dimensional network of anions and water molecules by another N-HÁ Á ÁO hydrogen bond, forming a three-dimensional network.
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Structure description
In a continuation of our studies of piperazine derivatives, which are known to exhibit anti-bacterial, antimalarial (Chaudhary et al., 2006) and antimicrobial (Kharb et al., 2012) activity, we report herein the synthesis and crystal structure of the title compound, Fig. 1 .
The asymmetric unit contains a piperazin-1-ium cation, a 4-amino benzoate anion and a water molecule. In this organic salt, one NH group of the piperazine ring is protonated while the OH group of the carboxylic acid substituent of 4-amino benzoic acid is deprotonated. The bond lengths are in normal ranges and comparable to those found in a related structure (Wei, 2011) . The piperazinium ring adopts a chair conformation, with puckering parameters Q = 0.547 (3) Å , = 180.0 (3), = 23 (3)
. The C1-C6 benzene ring
data reports in the anion subtends a dihedral angle of 2.6 (2) to the carboxylate (O1/C7/O2) substituent.
In the asymmetric unit, the anion and water molecule are linked via an intermolecular N1-H1BÁ Á ÁO3 hydrogen bond. Additional N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen bonds, Table 1 , connect the anions through water molecules into a two-dimensional network parallel to (100) and generates an R Table 1 ) and C-bound H atoms have been omitted for clarity.
Figure 3
The crystal packing of the title compound, viewed along the b axis. Computer programs: APEX2 and SAINT (Bruker, 2004) , SHELXS97 and SHELXL97 (Sheldrick, 2008) and PLATON (Spek, 2009 ).
Figure 1
The asymmetric unit of the title molecular salt, showing the atom labelling and 30% probability displacement ellipsoids. Table 1 Hydrogen-bond geometry (Å , ). (2) 177 (3) Symmetry codes:
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Synthesis and crystallization
The title compound was synthesized from 4-amino-benzoic acid (1.828 g) and piperazine (1.148 g) in an equimolar ratio. The reactants were dissolved in 10 ml of acetone and the solvent was allowed to slowly evaporate at room temperature. After one week, crystals suitable for X-ray diffraction were obtained.
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 .
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. 
